Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; disorder in main residue; R factor = 0.078; wR factor = 0.242; data-to-parameter ratio = 17.3.
In the asymmetric unit of the title compound, C 17 H 14 F 2 N 2 O, there are three independent molecules (A, B and C) which differ slightly in the relative orientations of the two fluorophenyl rings. In molecules A and C one of the fluorophenyl rings is disordered over two positions, with occupancy ratios of 0.72 (2):0.28 (2) for molecule A and 0.67 (2):0.33 (2) for molecule C. The dihedral angle between the two fluorophenyl rings in the independent molecules lie in the range 70.3 (3)-84.0 (3) . In the crystal structure, the molecules are linked via intermolecular C-HÁ Á ÁO and C-HÁ Á ÁF hydrogen bonds and Á Á Á stacking interactions [centroid-centroid distance = 3.7508 (13) Å ], forming a three-dimensional network.
Related literature
For the biological activity of pyrazoline derivatives, see: Amir et al. (2008) ; Garge et al. (1971) ; Hes et al. (1978) ; Manna et al. (2005) ; Regaila et al. (1979) . For the role of pyrazolines in organic synthesis, see: Bhaskarreddy et al. (1997) ; Klimova et al. (1999) . For related structures, see: Anuradha et al. (2008) ; ; ; Lu et al. (2008) ; Wang et al. (2005) . For the stability of the temperature controller used in the data collection, see: Cosier & Glazer (1986) .
Experimental
Crystal data C 17 H 14 F 2 N 2 O M r = 300.30 Triclinic, P1 a = 7.1447 (1) Å b = 17.2332 (3) Å c = 18.4871 (4) Å = 102.880 (1) = 97.941 (1) = 96.373 (1) V = 2173.86 (7) Å 3 Z = 6 Mo K radiation = 0.11 mm À1 T = 100 K 0.40 Â 0.27 Â 0.21 mm
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2009 ) T min = 0.960, T max = 0.978 40717 measured reflections 12544 independent reflections 6078 reflections with I > 2(I) R int = 0.039 Refinement R[F 2 > 2(F 2 )] = 0.078 wR(F 2 ) = 0.242 S = 1.03 12544 reflections 726 parameters 510 restraints H-atom parameters constrained Á max = 0.32 e Å À3 Á min = À0.22 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; Ày; Àz þ 1; (ii) x þ 1; y; z; (iii) x À 1; y; z; (iv) x; y À 1; z;
(v) Àx þ 2; Ày þ 1; Àz þ 1; (vi) Àx þ 2; Ày; Àz þ 1; (vii) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 , 1978; Manna et al., 2005; Amir et al., 2008) . Some of these compounds have also exhibit anti-inflammatory, anti-diabetic, anaesthetic and analgesic properties (Garge et al., 1971; Regaila et al., 1979) . Among the pyrazoline derivatives, 1-acetyl-pyrazolines have been identified as one of the most promising scaffold. In the field of medicinal chemistry, 1-acetyl-pyrazoline derivatives have been found to display anticancer and anti-inflammatory activities. In addition, pyrazolines have played a crucial part in the development of the theory of heterocyclic chemistry and are also used extensively in organic synthesis (Klimova et al., 1999; Bhaskarreddy et al., 1997) .
The crystal structures of 1-[5-(4-hydroxy-3-methoxyphenyl)-3-methyl-4,5-dihydro-1H-pyrazol-1-yl]ethanone (Wang et al., 2005) , 1-[4,5-dihydro-5-phenyl-3-(p-tolyl) pyrazol-1-yl]ethanone (Lu et al., 2008) have been reported. Pyrazolines can be conveniently synthesized by the treatment of α,β-unsaturated carbonyl compounds with hydrazine reagents in basic and acidic media. In this method, hydrazones are formed as intermediates, which can be subsequently cyclized to 2-pyrazolines in the presence of acetic acid.
In view of the biological importance of pyrazolines, we report here the crystal structure of a new pyrazoline derivative.
The asymmetric unit of the title compound consists of three crystallographically independent molecules, A, B and C ( Fig.   1 ). In each independent molecule, the pyrazole ring adopts a flattened envelope conformation; the flap atoms C9A, C9B and C9C are displaced by 0.078 (3) and 0.099 (3) and 0.205 (3) Å from the planes of the other four atoms. The dihedral angle between the two fluorophenyl rings are: 70.3 (3) and 72.7 (9)° in the major and minor components of molecule A, 74.73 (10)° in molecule B and 84.0 (3) and 76.1 (9)° in the major and minor components of molecule C.
In the crystal structure (Fig. 2) , the molecules are linked through intermolecular C-H···O and C-H···F hydrogen bonds (see Table 1 ) to form three-dimensional network. The crystal structure is further stabilized by weak π···π stacking interactions between C10A-C15A and C10B-C15B phenyl rings at (x, y, z), with a ring centroid-to-centroid distance of 3.7509 (13)Å.
Experimental
A mixture of (2E)-1,3-bis(4-fluorophenyl)prop-2-en-1-one (2.44 g, 0.01 mol) and hydrazine hydrate (0.5ml, 0.01 mol) in ethanol (25 ml) in presence of glacial acetic acid (2 ml) was refluxed for 5 h. The reaction mixture was cooled and poured into 50 ml ice-cold water. The precipitate was collected by filtration and purified by recrystallization from ethanol. Single crystals were grown by slow evaporation of a toluene solution (yield: 84%, m.p. 387 K). Analytical data: Found (Calculated): C 67.86 (67.99), H 4.62 (4.70), N 9.29 (9.33)%. supplementary materials sup-2 Refinement One of the 4-fluorophenyl rings (F1/C1-C6) in molecules A and C are each disordered over two positions with occupancies of 0.72 (2) and 0.28 (2) for molecule A, and 0.67 (2) and 0.33 (2) for molecule C. In all disorder components atoms closer than 1.7 Å were restrained to have the same U ij components and all bonds were subjected to a rigid bond restraint. The 1,2-and 1,3-distances in the major and minor disorder components were restrained to be the same. H atoms were positioned geometrically [C-H = 0.93-0.98 Å] and were refined using a riding model, with U iso (H) = 1.2 or 1.5 U eq (C). A rotating group model was used for the methyl groups. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (6) 0.0047 (7) 0.0202 (7) N2A 0.0690 (10) 0.0413 (8) 0.0442 (9) −0.0003 (7) 0.0014 (7) 0.0215 (7) (9) 0.0084 (7) 0.0122 (7) 0.0200 (7) N2B 0.0790 (11) 0.0437 (9) 0.0444 (9) 0.0061 (8) 0.0083 (8) 0.0216 (7) C1B 0.0632 (12) 0.0436 (10) 0.0438 (11) −0.0027 (8) 0.0104 (9) 0.0083 (9) C2B 0.0758 (14) 0.0340 (9) 0.0596 (13) −0.0017 (9) 0.0122 (10) 0.0108 (9) C3B 0.0749 (14) 0.0400 (10) 0.0610 (14) 0.0002 (9) 0.0114 (11) 0.0235 (10) C4B 0.0797 (14) 0.0458 (11) 0.0491 (12) −0.0032 (9) 0.0018 (10) 0.0181 (9) C5B 0.0676 (12) 0.0363 (9) 0.0467 (11) −0.0037 (8) 0.0010 (9) 0.0119 (8) C6B 0.0463 (10) 0.0387 (9) 0.0468 (11) 0.0009 (7) 0.0074 (8) 
